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Background: Pseudomonas aeruginosa is an important opportunistic pathogen responsible for many infections in
hospitalized and immunocompromised patients. Previous reports estimated that approximately 10% of its 6.6 Mbp
genome varies from strain to strain and is therefore referred to as “accessory genome”. Elements within the
accessory genome of P. aeruginosa have been associated with differences in virulence and antibiotic resistance. As
whole genome sequencing of bacterial strains becomes more widespread and cost-effective, methods to quickly
and reliably identify accessory genomic elements in newly sequenced P. aeruginosa genomes will be needed.
Results: We developed a bioinformatic method for identifying the accessory genome of P. aeruginosa. First, the
core genome was determined based on sequence conserved among the completed genomes of twelve reference
strains using Spine, a software program developed for this purpose. The core genome was 5.84 Mbp in size and
contained 5,316 coding sequences. We then developed an in silico genome subtraction program named AGEnt to
filter out core genomic sequences from P. aeruginosa whole genomes to identify accessory genomic sequences of
these reference strains. This analysis determined that the accessory genome of P. aeruginosa ranged from 6.9-18.0%
of the total genome, was enriched for genes associated with mobile elements, and was comprised of a majority of
genes with unknown or unclear function. Using these genomes, we showed that AGEnt performed well compared
to other publically available programs designed to detect accessory genomic elements. We then demonstrated the
utility of the AGEnt program by applying it to the draft genomes of two previously unsequenced P. aeruginosa
strains, PA99 and PA103.
Conclusions: The P. aeruginosa genome is rich in accessory genetic material. The AGEnt program accurately
identified the accessory genomes of newly sequenced P. aeruginosa strains, even when draft genomes were used.
As P. aeruginosa genomes become available at an increasingly rapid pace, this program will be useful in cataloging
the expanding accessory genome of this bacterium and in discerning correlations between phenotype and
accessory genome makeup. The combination of Spine and AGEnt should be useful in defining the accessory
genomes of other bacterial species as well.
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Pseudomonas aeruginosa is a Gram-negative bacterium
ubiquitously found in the environment. The organism dis-
plays a striking propensity for survival in highly diverse
ecological niches and causes infections in a wide range of
host organisms, including plants, nematodes, insects, and
vertebrates [1]. As an opportunistic pathogen in humans,
P. aeruginosa primarily causes infections in individuals
with compromised host defenses, such as burn patients,
those requiring mechanical ventilation, and patients with
immune deficiencies [2-5]. The key to its survival in di-
verse environments as well as its broad infectious host
range lies in its metabolic versatility and adaptability. For
example, P. aeruginosa can utilize multiple carbon sources
for energy, respire under aerobic and anaerobic condi-
tions, grow at temperatures up to 42°C, form biofilms,
and resist many biocides and antibiotics [6-8]. Reflective
of this diversity, P. aeruginosa has one of the largest ge-
nomes among bacterial human pathogens, averaging
6.6 Mbp in size. As opposed to other bacterial species with
expanded genomes representing gene duplication events
[9], the genome of P. aeruginosa is made up of an assort-
ment of genes encoding functionally diverse products.
This includes a large number of genes encoding outer
membrane proteins, transport systems, and enzymes in-
volved in nutrient uptake and metabolism, as well as one
of the largest proportions of regulatory genes (8.4%)
among bacterial genomes [10].
The increasing availability of multiple genome sequences
has made comparative genomic analyses of P. aeruginosa
possible. These analyses have defined a conserved “core”
genome shared among nearly all members of the species
interspersed with “accessory” genomic elements that are
present in some but absent in other strains of P. aerugi-
nosa. Prior studies suggest that the core genome represents
approximately 90% of the total P. aeruginosa genome and
is highly conserved [11], containing the majority of genes
with housekeeping functions [12]. The accessory genome
of P. aeruginosa consists of variable-length stretches of
DNA separated by core genome segments. These accessory
elements are sometimes referred to as genomic islands
(>10 kb) or islets (<10 kb), although the definitions of these
terms are evolving to refer more specifically to genetic
material with signatures suggesting horizontal transfer
[13-15]. To avoid confusion, we will use the term accessory
genomic element (AGE) to indicate any contiguous stretch
of genetic material that is not a part of the conserved core
genome, regardless of its source or structure. Major com-
ponents of the P. aeruginosa accessory genome are integra-
tive and conjugative elements (ICEs), replacement islands,
prophages and phage-like elements, transposons, insertion
sequences, and integrons [16]. Extra-chromosomal plas-
mids, harbored by some strains of P. aeruginosa, may also
be considered part of the accessory genome.The accessory genome of an individual P. aeruginosa
strain is an important driver of its ability to persist in a
particular environment. For instance, genes found in the
accessory genomes of strains cultured from sites con-
taining heavy metals and toxic organic compounds pro-
moted persistence in these environments, which are
otherwise unsuited for P. aeruginosa habitation [17,18].
The bacterial accessory genome can have important clin-
ical implications as well. In many bacteria, the accessory
genome is enriched in virulence genes [19], and P. aeru-
ginosa is no exception. A screen of accessory sequences
in clinical strains of P. aeruginosa showed several open
reading frames encoding proteins with homologies to
bacterial virulence factors not previously seen in P. aeru-
ginosa [20]. The P. aeruginosa genomic islands PAPI-1
and PAPI-2 encode multiple genes necessary for full
virulence in animal and plant infection models [21]. For
example, PAPI-2 and related islands contain the gene
encoding ExoU, a type-III-secreted effector protein
linked to increased virulence in animal models and hu-
man patients [22-26]. Although intrinsic antibiotic re-
sistance mechanisms are encoded within the core
genome of P. aeruginosa, acquired antibiotic resistance
genes are present in the accessory genome [27]. The
transfer of these genes between strains can contribute
to outbreaks of multiply-antibiotic-resistant strains in
healthcare settings [28-31].
Identification of accessory genomic elements in P.
aeruginosa is important to the study of this organism’s
evolution, niche adaptation, and infectious potential.
With advances in next-generation sequencing (NGS),
the sequencing of entire bacterial genomes is becoming
faster, cheaper, and more accurate. For example, complete
or draft sequences of 73 strains of P. aeruginosa had been
deposited in the NCBI database at the time of this writing.
Thus there is a need for a rapid method to reliably identify
accessory genomic elements in newly sequenced strains
of P. aeruginosa. Many analyses of bacterial core and
accessory genomes to date have relied on annotation of
query genomes and time- and resource-intensive align-
ment analyses to identify homologous genes among
members of the species [32-34]. Several bioinformatic
tools have been developed to identify genomic islands
(GIs) and other non-conserved genomic elements in
bacteria, but they have suffered from a variety of limita-
tions. Comparative-genomics-based tools compare the
sequence of a query genome to one or more reference
genomic sequences to identify elements shared by or
differing between the sequences. Examples of compara-
tive genomics software applications include IslandPick
[35], which uses sequential pair-wise alignments of the
query genome against each member of a group of phylo-
genetically related reference genomes to identify regions
in the query genome not present in any of the accessory
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pangenome from the sequences of input genomes, then
identifies presence or absence of pangenome elements
in the input sequences by BLAST alignment. Limita-
tions of currently available software for core/accessory
genome analysis include restrictions on reference se-
quences and query file inputs to finished genomes or
the inability to specifically isolate and output core and
accessory sequences from query or reference genomes.
The results of these and other comparative genomics
based approaches will also be dependent on the selec-
tion of comparator sequences. In cases where only few
poor quality and/or homogeneous reference genomes
are available for comparison to the query genome, ac-
curate and complete identification of core and accessory
regions can be compromised.
Several bioinformatic tools and approaches have been
developed to utilize sequence characteristics rather than
comparative genomics to identify accessory elements.
Many of these methods rely on the observation that
horizontally-transferred elements will reflect the sequence
composition of the donor genome and differ from the
recipient genome. For instance, SIGI-HMM [38] identi-
fies regions of codon usage dissimilar from comparator
species and IslandPath-DIMOB [39] examines query se-
quence for the presence of flanking repeats, mobility
genes, nearby tRNAs, and atypical dinucleotide sequence
to identify genomic regions that were potentially acquired
by horizontal transfer. Other tools, such as Alien_hunter
[40], use variable order compositional distributions in the
query genome to identify regions likely to have been hori-
zontally transferred. These sequence-based approaches
avoid some pitfalls associated with comparative genomic
approaches such as choice or availability of comparator
genomes. However, sequence-composition-based approaches
can suffer in situations where the composition of the donor
and recipient genomes is similar, as in the case of older
horizontal-gene transfer events in which the sequence
composition characteristics of the accessory element can
come to resemble the host after sufficient generations
[41]. To try to address the limitations of the comparative
genomics and sequence-based approaches, some tools
have been developed that combine both approaches. For
instance, IslandViewer [42] combines the IslandPick,
SIGI-HMM, and IslandPath-DIMOB algorithms to im-
prove sensitivity of genomic island prediction in bacter-
ial genomic sequences.
In this study, we propose a new comparative genomics
approach to identify accessory genomic elements in draft
genomes produced by NGS. We applied this approach,
which addresses many of the limitations of currently
available programs, to P. aeruginosa. We first compared
twelve finished P. aeruginosa genomes to identify com-
mon sequences that are defined as the core genome ofthis bacterium. The core genome was then subtracted
from the total sequences of these strains to identify their
accessory genomes. Using this approach, we found that
the core genome of P. aeruginosa was 5.84 Mbp. The
accessory genome of P. aeruginosa accounted for 7-18%
of the total genome and was enriched for genes associ-
ated with mobile genetic elements. We show the utility
of this approach by applying it to two newly sequenced
strains of P. aeruginosa: PA103 and PA99.
Results
Determination of the core genome of P. aeruginosa
The core genome of a bacterial species consists of those
sequences conserved among members of that species.
To calculate the core genome of P. aeruginosa, we used
twelve reference strains (B136-33, DK2, RP73, PAO1,
PA14, PA7, LESB58, PACS2, M18, NCGM2.S1, 19BR, and
213BR) for which a single completed or mostly-completed
chromosome without gaps or large numbers of ambiguous
bases was available in GenBank. Only completed genomic
sequences were used to calculate the core genome to
minimize the potential for core sequence to be excluded
as the result of undersequencing or misassembly in in-
complete draft sequences. One of these strains, M18, is an
environmental isolate [43], whereas the remaining eleven
are human clinical isolates from diverse body sites. The
genomes ranged in size between 6.26 and 6.76 Mbp (with
an average size of 6.52 Mbp). To identify conserved se-
quences among the reference strains, we aligned the ref-
erence genomes using the NUCmer function of the
MUMmer software package (Figure 1). The size of the
core genome as a function of the number of reference
genomes included in the analysis was calculated using
an adaptation of the method described by Tettelin and
colleagues [32]. As expected, the average size of the core
genome decreased as more strains were included in the
analysis (Figure 2). Of note, two distinct clusters of core
genome size estimates were apparent, depending on
which reference strains were included in the analysis
(Figure 2). The cluster of smaller core genome sizes was
obtained when strain PA7, a taxonomic outlier of the P.
aeruginosa species [44], was included in the analysis.
Since it is relatively dissimilar to the other PA strains,
the apparent size of the core genome decreased mark-
edly when PA7 was used to define the core genome.
The preceding analysis illustrates how inclusion of a
single outlier strain can dramatically impact the size of
the core genome of P. aeruginosa. To evaluate this
phenomenon further, we calculated the core genome
size based on varying definitions of the core genome:
sequences shared by all strains, by at least eleven of the
twelve strains, by at least ten of the twelve strains, etc.
The core genome size increased substantially when se-
quences were allowed to be absent from one strain, but
Figure 1 Approach to accessory genomic element
identification. Programs used to accomplish the listed steps are
indicated by circled numbers: 1, 3, NUCmer (whole-genome aligner);
2, nucmer_backbone.pl (converts coordinates of conserved regions
to DNA sequence); 4, nucmer_difference.pl (subtracts regions not
aligning to core). See Methods section for further details.
Figure 2 Core genome analysis of P. aeruginosa. The amount of
common nucleotide sequence is plotted as a function of the number of
strains sequentially added (n). Gray circles represent core genome size
with each possible strain combination of n genomes. Colored squares
represent the average core genome size at each n. The continuous curve
shows the least-squares fit of an exponential decay function (R2 = 0.996).
The inset shows the size of the nucleotide pangenome as a function of
the number of strains sequentially added. The functions for both the
core genome and pangenome continuous best-fit curves were derived
as described in Tettelin et al. [32].
Figure 3 The P. aeruginosa core genome size based on variable
definition of “core” sequences. The nucleotide core genome size
is plotted as a function of the minimum number of the twelve
reference genomes in which a particular genomic element must be
present to be considered “core”. As flexibility is introduced into the
definition of the core genome (i.e. an element is considered “core” if
it is present in eleven of the twelve genomes, or ten of the twelve
genomes, etc.), the “core” genome size increases. A “core” genome
requirement of presence in only one of the twelve genomes therefore
yields the pangenome of these twelve strains. Each symbol represents
the average core genome size of all possible permutations of genome
orders for twelve (12 permutations), eleven (132 permutations), and
ten (1320 permutations) genome minimums, and the average core
genome size for 10,000 randomly generated permutations at all other
minimum genome numbers. Standard errors of the means at each
value are too small to be visible at the scale of the figure.
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the definition of “core genome” (Figure 3). This sub-
stantial difference was the result of 436 kb of DNA
conserved among the other eleven reference strains
but absent from PA7. These sequences encode several
features characteristic of the P. aeruginosa species such
as the exotoxin A gene, toxA. This again suggests that
inclusion of outlier strains can dramatically bias core
genome size. In other words, a substantial portion of
the genome that is shared by the large majority of P.
aeruginosa isolates and therefore typical of its mem-
bers may be excluded by inclusion of outlier strains.
For this reason, we hereafter define the core genome as
those sequences present in at least eleven of twelve
(≥90%) of the P. aeruginosa reference genomes.
Characteristics of the P. aeruginosa core genome
The DNA sequence of the P. aeruginosa core genome,
as defined by sequences present in ≥90% of the reference
genomes, was extracted from the total sequence using
the script nucmer_backbone.pl, which parses the NUC-
mer alignment data to generate a nucleotide sequence of
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aeruginosa core genome based on these twelve reference
genomes are presented in Table 1. The core genome
contains 5.84 Mbp of nucleotide sequence, representing
89.7% (range: 86.4-93.3%) of the total genome. The aver-
age G + C content of the core genome is 67.0%, com-
pared to 66.1–66.6% of the complete reference genomes.
The total number of predicted genes contained within
the core genome sequence is 5,316 out of 5,892 (90%)
total coding sequences in PA14 and 5,570 (95%) total
coding sequences in PAO1. As more completed genomes
become available and are added to this analysis, it is antic-
ipated that the size of the core genome will decrease. A
curve fit to the data in Figure 2 suggests that the core gen-
ome size may plateau at approximately 5.10 Mbp, or 78%
of the P. aeruginosa genome.
The cumulative genetic information within a bacte-
rium’s genome is referred to as its pangenome. The size
of the P. aeruginosa pangenome was a function of the
number of reference strains included in the analysis,
with each additional strain contributing further genetic
information to the pangenome (Figure 2, inset). Thus, as
observed by others [45], P. aeruginosa has a theoretically
open genome (i.e. the pangenome will continue to in-
crease in size with each additional strain sequenced). Ex-
trapolation of the best-fit line of the average pangenome
size as a function of genome number suggests that each
additional sequenced strain will yield 197 kb of novelTable 1 P. aeruginosa core and accessory genome
characteristics
Corea Accessory
Avg (range) Avg (range)
Size (kbp) 5,844 727 (430 – 1,192)
% of total genome 89.7 (86.4 – 93.3) 11.1 (6.9 – 18.0)
Average G + C % 67.0 61.2 (60.5 – 62.2)
Total # of genesb 5,316 608 (348 – 1,090)
Gene length (bp) 990 (72 – 13,029) 939 (51 – 17,019)
Overlapping genesc (%) 28.3 33.8 (26.3 – 40.7)
Transposasesd 7 6 (3 – 14)
Type I integron genese 0 2 (0 – 10)
ICE-associated genesf 5 127 (4 – 192)
Predicted phage genesg 18 124 (19 – 271)
aCore genome defined as that sequence present in ≥90% of the twelve
reference genomes, using PA14 as the primary reference sequence and PAO1
as the secondary reference.
bNumber of annotated coding sequences.
cPercentage of coding sequences sharing at least 1 base with a neighboring
coding sequence.
dCoding sequences with homology to proteins labeled as transposases or
inactivated derivatives in COG database.
eGenes flanked by sul1 and intI1 homologs inclusive of these two genes.
fGenes with homologs in ICEberg protein database.
gGenes contained within intact, questionable, and incomplete prophage
regions predicted by PHAST.genetic information. Since our best-fit line is based on
only 12 strains, it is likely that this estimate will need
to be revised as additional genome sequences become
available.
Characteristics of the P. aeruginosa accessory genome
Following extraction of the core genome sequences, the
remaining sequences of the twelve reference strains were
designated the accessory genome. Since P. aeruginosa
has a theoretically open genome [45], these sequences in
actuality represent only a small sampling of the entire P.
aeruginosa accessory genome, but nonetheless provide
insight into the features of these sequences. The average
size of the accessory genome of a P. aeruginosa strain
was 727 kbp, representing 11.1% (range: 6.9-18%) of the
total genome (Table 1). Accessory genome G + C content
was lower than that of the core genome, averaging 61.2% for
the twelve reference strains. Among the reference genomes
examined, an average of 608 genes (range: 348-1,090) were
contained in the accessory genome of each strain. Although
the majority of accessory genomic segments are smaller
than 5 kb, contiguous accessory elements >100 kb in size
were identified (Figure 4).
Comparison of the core and accessory genomes
The accessory genome was enriched for a number of
mobile genetic elements [16] (Table 1). Sequences with
homology to ICE and phage genes were concentrated in
the accessory portions of the reference P. aeruginosa ge-
nomes. In addition, several sequences associated with
type 1 integrons were found in the accessory genomes
of the strains, but none were present in the core gen-
ome. Putative transposases were found in equal num-
bers within both the accessory and core genomes; thoseFigure 4 Sizes of accessory genomic regions. The size
distribution of all accessory genomic elements identified among
the twelve reference genomes are plotted. For each of the ranges
7001-7500 bp, 9001-9500 bp, 100001-10500 bp, and 110001-11500 bp,
only 1 element was found, as indicated in the figure by a bar of
artificially non-zero height on the log scale.
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functional genes. These results confirmed that sequences
associated with mobile elements were concentrated in the
accessory genome of P. aeruginosa and further validated
our method of separating core and accessory genomes.
Coding sequences belonging to the core and accessory
genomes were assigned to putative super-functional
(Figure 5A) and functional (Figure 5B) categories using
the Clusters of Orthologous Groups of proteins (COG)
database [46,47]. Approximately one-third of the pre-
dicted genes in the core genome were dedicated to
metabolic functions. One-third was roughly evenly split
between cellular process/signaling functions and infor-
mation storage/processing functions. Functions of those
predicted genes in the remaining third of the core gen-
ome were either poorly categorized or uncategorized. In
the accessory genomes of the reference P. aeruginosa
strains, on the other hand, more than two-thirds of the
accessory genes fell into the categories of poorly charac-
terized or uncharacterized functions, and almost half had
no identifiable ortholog in the COG database (Figure 5B).
We next examined the architecture of the pangenome
of the twelve reference P. aeruginosa genomes and the
relative locations of the core and accessory genomic ele-
ments. As has been shown previously [12], accessory ele-
ments were more concentrated in some regions of the
chromosome than others (Figure 6). However, the overallFigure 5 Functional annotations of core and accessory genes. (A) COG
core and accessory genomes of P. aeruginosa. Each category or subcategor
or accessory genomes. Accessory genome percentages are averages of thedistribution of accessory elements was actually quite broad.
The core genome derived from the twelve P. aeruginosa
reference strains consisted of 884 segments 10 bp or lar-
ger and was interrupted on average every 6.6 kb by an
accessory element (data not shown). The largest un-
interrupted stretch of core genome consisted of 82 kb of
sequence (data not shown).
A method for rapidly identifying accessory genomic
elements in newly-sequenced P. aeruginosa strains
The theoretically open genome of P. aeruginosa implies
that novel accessory genomic elements are likely to be
present in each newly sequenced strain. As additional
strains of P. aeruginosa are sequenced, a method for rap-
idly identifying their AGEs will be necessary. Here we
describe AGEnt, an algorithm developed for this purpose
(Figure 1). AGEnt computationally subtracts previously
derived core genome sequences from a query draft or
complete genome sequence to yield the accessory genome.
The program has two inputs: 1) the sequence of a query
genome as contigs, scaffolds, or completed chromosome(s)
and 2) a core genome sequence. It outputs sequences
that belong to the accessory genome of the query
strain [48].
To test the fidelity of this approach, we applied it to
each of the twelve reference strains and compared its re-
sults to the accessory genome sequences previouslycategories and (B) COG subcategories of predicted genes within the
y is graphed as a percentage of the total number of genes in the core
twelve reference strains.
Figure 6 Pangenome and core genome of twelve strains of P. aeruginosa. The inner plot shows the deviation of GC content of each region
above or below the mean GC content of the pangenome. Colored rings show accessory genomic elements of each reference strain. The outer
orange ring shows the distribution of core genomic elements along the pangenome. PA14 tRNA gene locations are indicated with tRNA gene names
followed by numbers in square brackets in cases of gene interruption by accessory sequence. (Figure format was adapted from Mathee et al. [12]).
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dicted elements with a minimum length of 10 bases
were included. Comparison of accessory element se-
quences in each genome identified by AGEnt with those
identified in the preceding analysis (“non-core”) showed
that in all cases agreement was good (Additional file 1:
Table S1). Nearly all (99.06%) of the non-core sequence
was also identified by AGEnt. The amount of genomic
sequence identified by AGEnt that was not found in the
non-core sequence set was also very low, ranging be-
tween 0.01% and 0.30% (average 0.20%) of the total
amount of AGE sequence identified. The taxonomic out-
lier PA7 showed the most discrepancy between the AGEnt
output and previously identified non-core sequence. Thus
the AGEnt algorithm accurately identifies accessory gen-
omic sequences.
To further evaluate its performance, AGEnt was com-
pared to other algorithms for identifying accessory gen-
ome. These included the following: 1) IslandViewer [42], a
web-based application that combines three algorithms
for identifying potential genomic islands in bacterialsequences using whole-genome alignments with reference
strains, sequence composition, codon usage characteris-
tics, and homology with known mobility genes, and 2) the
Pan-Genome Analysis module of Panseq [36], which uses
BLASTn and NUCmer to evaluate for presence or ab-
sence of genomic segments among a set of user-provided
bacterial genome sequences. The AGEnt algorithm identi-
fied substantially more coding sequences in each reference
P. aeruginosa strain as accessory than did IslandViewer
(Figure 7A). The amount of sequence identified as
accessory by both of these methods was relatively
small. In contrast, most of the sequences identified as
accessory elements by Panseq were also identified as
accessory by AGEnt (Figure 7A). Panseq did, however, also
identify a large amount of sequence as accessory that was
not identified as such by AGEnt.
Another method to identify accessory genome sequences
relies upon genomic context. Mathee and colleagues com-
pared five sequenced P. aeruginosa strains to identify clus-
ters of genes not shared among all five genomes [12].
The authors identified 52 such regions they designated
Figure 7 Performance of AGEnt compared to other predictors of P. aeruginosa accessory genome. AGEnt was compared to IslandViewer,
Panseq, and RGPs for identification of accessory genome sequences. (A) Colored bars represent the proportion of accessory genome coding
sequences (CDS) identified by both AGEnt and the comparator method (red), identified by AGEnt but not the comparator method (purple), or
identified by the respective comparator method but not AGEnt (green). (B) Evaluation of the accuracy of accessory genome identification by AGEnt
and the comparator methods using gene homology searches as a gold-standard. Genes were considered homologous if they shared at least 50%
sequence identity across at least 50% of the gene length. CDSs in each of the genomes were classified as accessory if they were found to have
homologs in <90% of the twelve reference genomes by sequential sequence alignments (see Methods for details). Bars represent average percentage
of total CDS called by each method as accessory (grey bars) or core (white bars) subsequently identified as accessory by gene homology.
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defined as polymorphic strain-specific segments includ-
ing at least four open reading frames (ORFs) flanked by
conserved “anchor” ORFs and missing in at least one of
the genomes analyzed [12]. As more genome sequences
became available, further P. aeruginosa RGPs were de-
scribed [44,49-51]. Comparison of genes contained within
RGP borders against coding sequences in the accessory
genome identified by AGEnt revealed that an average of
39% of genes in accessory sequence called by AGEnt were
not contained within described RGP borders (Figure 7A).
To further evaluate the accuracy of AGEnt relative to
the other methods of identifying accessory genome, we
used homology searches to designate genes (rather than
sequences) as core or accessory. All annotated coding se-
quences in each strain were screened to determine
whether homologs of each gene were present in the other
reference strains. A minimum of 50% sequence identity
across at least 50% of the gene length was defined as a
gene homolog. For the purposes of analysis, genes found
to have homologs in ≥90% (11 or 12) of the 12 reference
strains were considered to be core genes, and genes found
to have homologs in <90% (≤10) of the reference strains
were considered accessory genes. All genes designated as
accessory by each of the prediction methods (AGEnt,
IslandViewer, Panseq, or RGPs) were categorized as core
or accessory by gene homology in this fashion (Figure 7B).
An average of 89.7% of genes predicted to be within the
accessory genomes of the reference strains by AGEnt were
also found to belong within the accessory genomes by
gene homology, versus 68.5% of accessory genes pre-
dicted by IslandViewer, 73.1% of genes predicted by
PanSeq, and 71.6% of genes predicted by RGP analysis(p < 0.001 in comparison to AGEnt in all three cases).
Genes that were not found within the accessory genome
in each method were also evaluated. Less than 0.1% of
genes predicted to be core by AGEnt were not predicted
to be core by gene homology, versus 6.4% (p < 0.001),
< 0.1% (p = 0.27), and 3.6% (p < 0.001) of genes identi-
fied as core by IslandViewer, PanSeq, and RGP analysis,
respectively (Figure 7B). When a more conservative
definition of gene homology was used (at least 80%
sequence identity across at least 80% of the gene
length), predicted accessory genes determined to also be
accessory by gene homology increased to 99.2% for
AGEnt, but concordance among the other prediction
methods remained significantly lower at 72.0%, 82.3%, and
78.2% for IslandViewer, PanSeq, and RGP analysis, re-
spectively (p < 0.001 for all three comparisons to AGEnt).
These results suggest that AGEnt successfully identifies
genomic regions containing genes that are accessory to
the P. aeruginosa genome and that few potential accessory
genes are being missed by this method.
Identification of accessory genomic elements in
newly-sequenced P. aeruginosa genomes
Since most newly sequenced bacterial genomes are re-
leased as draft (as opposed to finished) sequences, we
evaluated the utility of AGEnt in the identification of the
accessory genome from draft sequences. In particular,
we applied it to draft sequences of two commonly used
but previously unsequenced strains of P. aeruginosa, PA99
and PA103. PA99 is a clinical isolate obtained from the
urine of an adult patient [52]. This strain is characterized
by secretion of the three type III secreted effectors ExoS,
ExoT, and ExoU [53]. Most strains of P. aeruginosa secrete
Figure 8 Performance of AGEnt in identifying accessory
sequences in the draft genomes of P. aeruginosa strains PA99
and PA103. AGEnt was compared to IslandViewer, Panseq, and
RGPs for identification of accessory genome sequences. Colored bar
sections represent the proportion of accessory genome CDS identified
by both AGEnt and the comparator method (red), identified by AGEnt
but not the comparator method (purple), or identified by the
respective comparator method but not AGEnt (green).
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used extensively to study the P. aeruginosa type III secre-
tion system [54-56]. PA103 was first isolated from the spu-
tum of a patient [57] and has been frequently used in
studies of P. aeruginosa virulence [25,58-60]. Sequencing
of both strains was performed on the Illumina HiSeq 2000
platform generating 18.30 and 12.65 million paired-end
100-bp reads for PA99 and PA103, respectively. De novo
assembly of the draft genome sequences was performed
using Ray assembly software [61] and annotation was per-
formed with the RAST automated annotation server [62].
Assembly and annotation characteristics of both genomes
are found in Table 2.
PA99 and PA103 accessory genomes were identified by
AGEnt using the core genome derived from the 12 refer-
ence strains of P. aeruginosa. The accessory genome of
PA99 was 688 kb in size and contained 493 ORFs
(Table 2). The accessory genome of PA103 was 918 kb in
size and contained 732 ORFs (Table 2). Similar to the ref-
erence strains, the accessory genomes of PA99 and PA103
were enriched for transposases, ICE genes, and phage-
associated genes, whereas no type I integron genes were
found in either PA99 or PA103 (Table 2). The perform-
ance of AGEnt on these draft genomes was compared to
other methods for determining the accessory genome. As
with the reference genomes, a large number of ORFs that
AGEnt designated as accessory were not also identified as
accessory by IslandViewer or RGP analysis (Figure 8).
Similar to the pattern of Panseq identification of accessory
genome in the reference strains, there was a greater overlapTable 2 Genome characteristics of P. aeruginosa strains
PA99 and PA103
PA99 PA103
# of contigs 142 270
Total contig size (bp) 6,343,993 6,716,795
Contig N50 (bp) 92,875 53,587
Average contig G + C (%) 66.1 66.1
Predicted CDSs (#) 5,739 6,103
Accessory genome size (bp) 688,597 918,208
% of total contigs size 10.8 13.7
Average accessory G + C (%) 59.9% 60.8%
Accessory ORFs (#) 493 732
Transposasesa 2 1
Type I integron genesb 0 0
ICE-associated genesc 101 216
Predicted phage genesd 25 69
aCoding sequences with homology to proteins labeled as transposases or
inactivated derivatives in COG database.
bGenes flanked by sul1 and intI1 homologs inclusive of these two genes.
cGenes with homologs in ICEberg protein database.
dGenes contained within intact, questionable, and incomplete prophage
regions predicted by PHAST.of ORFs called by both AGEnt and Panseq in PA99 and
PA103, but several more ORFs identified by Panseq were
not also called accessory by AGEnt (Figure 8). To evaluate
the accuracy of AGEnt, the ORFs of the accessory ge-
nomes of PA99 and PA103 were compared to the coding
sequences of the twelve reference genomes by BLAST
analysis. Using the criteria of at least 80% sequence iden-
tity across at least 80% of the gene length, more than 98%
of the ORFs in PA99 and more than 99% of the ORFs in
PA103 identified as accessory by AGEnt were found to
have homologs in <90% of the 12 reference strains. By
contrast, fewer than 1% of the coding sequences in either
strain that were not contained in the identified accessory
regions had homologs in <90% of the reference strains.
These results indicate that AGEnt can effectively distin-
guish accessory genomic elements from core elements in
draft genomes of P. aeruginosa produced by NGS.
Discussion
Comparative genomic studies have demonstrated that the
accessory genomes of bacteria play important roles in
niche adaptation and virulence. It is anticipated that
continued study will result in descriptions of core genomes
that are progressively better characterized and defined, but
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forthcoming, especially in bacteria such as P. aeruginosa
with theoretically open genomes. For this reason,
methods for rapidly and accurately identifying accessory
genome sequences are needed. To accomplish this, we
developed a new software algorithm for identification of
both core and accessory genomes from bacterial genome
sequences. First, Spine determines the “core” genome
from a group of genomic sequences. This information
is then used in conjunction with AGEnt to identify accessory
genome in draft genomic sequences. Here we applied this
approach to the opportunistic pathogen P. aeruginosa.
Comparison to results generated by previously published
programs indicated that AGEnt performed well and is
capable of accurately identifying accessory genome se-
quences in draft genomes produced using NGS technology.
In our analysis, the P. aeruginosa core genome was
found to be 5.84 Mbp in size, containing 5,316 genes.
These results are based on a ‘soft’ definition of core gen-
ome as consisting of those regions present in ≥ 90% of the
reference strains. Previous studies had found the P. aerugi-
nosa core genome to contain 4,934 – 5,021 genes [12,51]
representing roughly 86% to 88% of the total P. aeruginosa
genome. These earlier analyses, however, were based on
fewer genome sequences (4 – 5) and used a ‘strict’ defin-
ition of core genome, including only genes that were
present in 100% of strains. In our analysis, the accessory
genome of P. aeruginosa was found to comprise 11% of
the total genome size, which compares well to previous
estimates of approximately 10% [12,63,64]. Therefore, the
accessory genome of P. aeruginosa, as a proportion of the
total genome size, is smaller than that of some other
pathogenic bacteria, such as E. coli (20% [65]), Acinetobac-
ter baumannii (12 – 19% [66]), Listeria monocytogenes
(12 – 23% [67]), and Staphylococcus aureus (25% [68]),
but larger than other bacteria with closed pangenomes,
such as Bacillus anthracis [69] and Francisella tularensis [70].
Our approach to identifying a strain’s accessory genome
offers several advantages over other methods. By defining
the P. aeruginosa core genome based on conserved se-
quence rather than conserved genes, potential bias intro-
duced by gene-calling was eliminated and non-coding
regions were also included in the defined core genome
[71]. This is advantageous, as non-coding elements such as
small RNAs are increasingly being recognized as important
in the physiology of P. aeruginosa [72]. By circumventing
the requirement for annotation, this approach allows for
identification of accessory genome sequences from newly
sequenced strains in minutes through a web application
or on a desktop computer. As NGS whole-genome se-
quencing technology becomes more widespread, easily ac-
cessible, and affordable, researchers are able to quickly
generate draft sequences of dozens of bacterial strains in a
single sequencing run. As a result, the number of draftgenomes being generated is far outpacing “finished” ge-
nomes with complete annotations [73]. Because of the
shorter sequencing reads generated by NGS technologies
and the corresponding inability to unambiguously resolve
longer nucleotide repeat structures within the genome,
these draft genomes contain many gaps [74]. The ability
to easily and accurately identify the accessory genomic se-
quences from these draft sequences without slow and
computationally demanding cross-comparisons of coding
sequences to group homologous proteins will become in-
creasingly important in comparative genomic studies.
Such analyses would be of particular utility in studies of
the contribution of accessory elements to phenotypes such
as virulence, antibiotic resistance, or metabolic diversity.
Given that some complex phenotypic characteristics such
as virulence have been shown to be combinatorial in P. aer-
uginosa [75], the complete capture of a strain’s accessory
genomic content will be of considerable importance to
future studies correlating P. aeruginosa phenotypes with
specific accessory genomic elements.
Compared to other currently available applications,
Spine/AGEnt shows improved accuracy and flexibility.
In the case of IslandViewer, some reasons for the discrep-
ancies observed may include IslandViewer’s potential to
miss smaller accessory regions since islands smaller than
3 kb are not included in the results, and only a limited
number of reference genomes for comparison are avail-
able in the site’s online database. In addition, the Island-
Pick application in IslandViewer excludes as GIs regions
that are found in any of the comparator reference ge-
nomes. Thus this method is best suited for identifying
novel accessory sequences that are unique to the query
strain and have not been previously observed in the refer-
ence strains. Finally, as some of the IslandViewer methods
rely on identifying typical architectural characteristics of
GIs to call accessory regions, the input of randomly scaf-
folded contigs from the draft assemblies of PA99 and
PA103 could conceivably have resulted in reduced sensi-
tivity for identifying accessory elements.
There are more similarities between the approaches
taken by Panseq and Spine/AGEnt. Like AGEnt, Panseq
does not require the input sequences to be either
complete or annotated. The software, however, is not
as directed at defining core or accessory sequences or
genomic coordinates from input genomes and therefore
some post-hoc manipulation of the standard Panseq out-
put was necessary for comparison to AGEnt. The standard
output by the web version of Panseq provides the align-
ment coordinates of each of the reference genomes against
the pangenome sequence rather than against the input se-
quences. To allow direct comparison of the performance
of Panseq to AGEnt, the additional step of converting
these pangenome alignment coordinates to accessory
coordinates (i.e. the coordinates of regions in each strain
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(see Methods). The Panseq analysis results were also
dependent upon the values used for several adjustable
parameters. For our comparison, we used the web version
of Panseq’s default settings: 500 bp minimum novel region
size, 500 bp fragmentation size, and 90% sequence identity
cutoff. It is conceivable that Panseq could perform
comparatively better against Spine/AGEnt with different
parameter settings. However, using settings of 50 bp mini-
mum novel region size, 50 bp fragmentation size, and 85%
sequence identity cutoff, we found even more core gen-
ome sequence was misidentified as “accessory” by Panseq
(data not shown).
As described above, regions of genomic plasticity
(RGPs) represent locations in the P. aeruginosa genome
where accessory elements are likely to be found, but our
results suggest that examining only these sites in a given
strain may miss almost half of accessory genomic se-
quences. Relying on defined insertion “hotspots” in the P.
aeruginosa genomes suffers from the limitation that novel
insertion sites may only become apparent as more se-
quences are examined [76]. Thus it is anticipated that the
accuracy of this approach will improve as more genome
sequences become available. It is also apparent from our
results that a non-trivial percentage of coding sequences
within RGPs do not belong to the accessory genome
(Figure 7B). This may be explained by RGPs having been
defined from a smaller group of reference genomes and
absence or deviation in content from even one of the
genomes was sufficient to warrant definition as an RGP.
Another explanation for this finding may be that certain
genes are found between different RGP anchors in differ-
ent strains, yet are present in most or all P. aeruginosa
strains. The RGP approach would define such genes as
accessory. In contrast, AGEnt, which does not take loca-
tion of genes in the genome into account when defining
accessory versus core would label these genes as core. This
minimizes false calls in cases of genome rearrangements
or mosaic accessory elements.
Our analysis and comparison of Spine/AGEnt to other
bioinformatic tools was not exhaustive. Other than the
P. aeruginosa-specific RGP method, we tried to choose
functional web-based applications representative of both
comparative genomic and sequence-based approaches to
accessory genome identification. We did not evaluate
some other applications available for identifying accessory
sequences in bacterial genomes that made use of similar
approaches. Examples include, but are not limited to,
MobilomeFINDER [77], Mosaic [78,79], mGenomeSubtractor
[80], PIPS [81], and Alien_hunter [40].
The Spine/AGEnt approach to identifying accessory
genomic elements in P. aeruginosa has certain limitations.
Whole-genome alignment of reference genomes and core
genome identification with Spine can be time-consumingwith standard computer resources. We have tried to
minimize this bottleneck by designing Spine to run ana-
lyses in parallel processes when computing hardware al-
lows. However, once the step of core genome definition by
Spine has been performed, subsequent backbone subtrac-
tion with AGEnt is a much more rapid process, requiring
seconds or minutes to complete. A second limitation is
that only 12 genomes were used to define the P. aerugi-
nosa core genome. As more P. aeruginosa genomes are
sequenced and finished, updating of the core genome
definition by adding these new genomes to the whole-
genome alignment will undoubtedly reassign some se-
quences currently defined as core to the accessory genome
and vice versa. For this reason, we have designed both
Spine and AGEnt with the flexibility to accept any user-
defined set of genome sequences. This will allow for easy
updating of the core sequence definition as more com-
pleted genomes become available.
We defined the core genome as sequences present
in ≥90% (at least 11 of 12) of reference genomes. We
chose this less restrictive definition rather than requir-
ing that core sequences be present in all members of
the species [69] for several reasons. Although such a
set of “core” genes may contain genes that are absent
in a few members of the species, it will nonetheless
capture genes that define the vast majority of strains
in the species and might reasonably be considered typ-
ical of the species. This approach prevents a few out-
lier strains from dramatically biasing the set of core
genes characteristic of a bacterial species. For example, the
major exotoxin gene toxA and the quorum sensing regula-
tor mvfR are commonly found in P. aeruginosa strains but
are missing from strain PA7 [44]. A strict definition of P.
aeruginosa core genome would exclude these genes from
the core genome of P. aeruginosa despite their near ubi-
quitous presence and prominent role in defining the char-
acteristics of the species. The 90% threshold also makes
the core genome less sensitive to future reclassification of
a minor subset of strains to different species. It has been
proposed that as more genome sequences become avail-
able, bacterial species classification will become more de-
fined by genome characteristics and less by DNA-DNA
hybridization patterns [82]. If this is indeed the case,
strains such as PA7 may one day be excluded from the P.
aeruginosa species. These concerns are not unique to P.
aeruginosa but have also been observed in other species
[83]. For this reason, we feel a less restrictive definition of
the P. aeruginosa core genome, as used in this study, has
better utility in defining the core genome of a bacterial
species. As the number of strains used to define core gen-
ome increases with future sequencing projects, a more
rigorous definition of core (i.e. present in ≥ 95% of strains)
may provide a better balance between over- and underesti-
mating the true species core genome.
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core/accessory definition, including Spine/AGEnt, is that
the selection of reference sequence(s) for comparison
can bias the output. In this study, for example, eleven of
the twelve finished P. aeruginosa genomes available to
serve as reference genomes were clinical isolates ob-
tained from infections, Therefore it is conceivable that
some genomic regions determined to be “core” by this
analysis may be common to clinical strains but not rep-
resented in environmental strains. The identification of a
more generally species-specific core genomes will likely
be facilitated by inclusion of a greater number of gen-
omic sequences from a diversity of sources as they be-
come available. Additionally, combination of the results
of Spine/AGEnt with a sequence-based approach to identi-
fying horizontally transferred genetic elements, such as
Alien_hunter [40], SIGI-HMM [38], or IslandPath-DIMOB
[39], could also potentially increase accessory element de-
tection sensitivity through examination of sequence com-
position characteristics and/or mobility gene locations
that would be independent of any comparator reference
genome(s).
Definition of a representative species core genome se-
quence could assist in assigning newly sequenced strains
to a species. Bacterial species definitions have been sub-
ject to debate [82] and several definitions have been in-
troduced. For example, Stackebrandt & Goebel proposed
that two strains belong to a species if they share 97% or
more sequence similarity in their 16S rRNA genes [84].
Others have proposed that average nucleotide identity
(ANI) of less than 95% in the alignment of two whole-
genome sequences can be used to differentiate species
[85,86]. Previous reports have suggested a role for using
core genome contents to define taxonomic boundaries
[87,88]. Core genome gene alignments were used to show
that Azobacter vinelandii clusters closely with other
Pseudomonas species, suggesting it may belong to the
Pseudomonas genus [89]. Core genome sequence ana-
lyses were used in other recent genomic studies of P.
aeruginosa to define strain relatedness [90,91]. A spe-
cies majority core genome, such as that identified by
Spine, could serve as a basis for assigning newly se-
quenced strains to species. Similar to an ANI calcula-
tion between two strains, a strain could be assigned to
a species based on the total amount of the core gen-
ome it contained and a threshold for the amount of
core genome in common could be established, below
which a strain would be considered to belong to a dif-
ferent species. Further analyses and genome compari-
sons would be required to evaluate the feasibility of
such an approach to taxonomic designation.
Although this report focuses on characteristics of the
P. aeruginosa core and accessory genomes, the methods
described can be generalized to other prokaryotes. Aslong as multiple complete, finished genomes of the organ-
ism of interest are available, it will be possible to define a
core genome and to apply it to derive accessory genomic
sequence from query genomes using these tools. Indeed,
Spine also allows inclusion of incomplete or draft ge-
nomes when generating the core genome sequence al-
though at the possible expense of some specificity in
identifying the accessory genome. Further studies using
Spine and AGEnt to identify the accessory genomes of
other bacterial species are ongoing.Conclusions
We have developed new software tools, Spine and AGEnt,
to identify core and accessory genome from nucleotide se-
quences of finished or draft genomic sequences. We have
used this software to determine a P. aeruginosa core gen-
ome from the sequences of twelve reference genomic se-
quences and used this to define the accessory genome of
two newly sequenced strains, PA99 and PA103. Spine and
AGEnt compared favorably to other methods for differen-
tiating core and accessory genome in P. aeruginosa. This
study increases our understanding of the composition and
characteristics of the P. aeruginosa genome as well as pro-
vides new tools for studying the variable component of
bacterial genomes.Methods
Reference strains, mobile element prediction, and
whole-genome sequencing
The annotated complete genome sequences of P. aeruginosa
strains B136-33 (CP004061.1), DK2 (CP003149.1), LESB58
(FM209186.1), M18 (CP002496.1), NCGM2.S1 (AP012280.1),
PA7 (CP000744.1), UCBPP-PA14 (CP000438.1), PACS2
(NZ_AAQW01000001.1), PAO1 (AE004091.2), and RP73
(CP006245.1) were obtained from NCBI GenBank. The
nucleotide sequences of 19BR (AFXJ01000001.1) and
213BR (AFXK01000001.1), which were not yet annotated
in GenBank, were downloaded and automated annotation
performed using the Rapid Annotations using Subsystems
Technology (RAST) web service [62]. Functional annota-
tion of genes and transposase identification was accom-
plished by BLASTp alignment of annotated ORFs against
the COG database [46,47] using BLAST + v2.2.24 [92,93].
Prophage sequence was predicted in the reference strains
using the web-based service PHAST [94], which detects
prophage sequences in bacterial genomes using database
comparisons and feature identifications. ICE genes were
identified by BLAST homology to proteins in the ICEberg
database [95] using homology cutoffs of Evalue ≤1e-6 and
percent identity ≥ 85%. To identify integron sequences,
the type 1 integron flanking sequences of sul1 and intI1
from NCGM2.S1 were obtained from the Pseudomonas
Genome Database [96]. Nucleotide BLAST alignment of
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was used to identify potential type 1 integron structures.
Genomic sequencing of the P. aeruginosa strains PA103
and PA99 was performed on the Illumina Hi-Seq 2000
platform by the Genomics Resource Center at the Univer-
sity of Maryland School of Medicine Institute for Genome
Sciences with 100 bp paired-end reads yielding at least
100-fold average read coverage across each strain. The
reads were de novo assembled using Ray v2.0.0-rc5 [61]
and resulting contigs annotated using RAST. Open read-
ing frames smaller than 50 amino acids were discarded
and annotations manually edited as needed. The Whole
Genome Shotgun projects have been deposited at DDBJ/
EMBL/GenBank under the accessions JARJ00000000
(PA99) and JARI00000000 (PA103). The versions de-
scribed in this paper are versions JARJ01000000 (PA99)
and JARI01000000 (PA103).
Core genome identification
For the purposes of this study, the core genome was de-
fined as those sequences present in nearly all genomes
from bacteria of a given species. Spine, a program wrapper
written in Perl was developed to identify core genome
from genomic DNA sequences (Figure 1). The software is
available as a web-based application or for download as a
command-line script [48]. Spine identifies core genome
sequences by first performing genome alignments of user-
supplied reference strain sequences using the NUCmer
function of the MUMmer software package v3.23 [97,98].
An all-vs.-all alignment of the reference strains is per-
formed using the “--maxmatch” option to preserve all
unique and non-unique matches. Otherwise default
NUCmer parameters are used. The resulting alignment
file is converted to alignment coordinates and sorted by
reference ID using MUMmer’s “show-coords” function.
Spine then outputs DNA sequence and genomic coordi-
nates of regions present in a user-defined subset of the ref-
erence genomes using the NUCmer alignment coordinate
file and the sequences of the reference genomes. For this
study of twelve P. aeruginosa reference genomes, only
alignments with at least 85% sequence identity were con-
sidered homologous. Note that this analysis allows for and
includes as core those conserved sequences that are dupli-
cated or repeated in certain strains. Spine also outputs
accessory genome sequences and their genomic coordi-
nates (see below). An individual annotated P. aeruginosa
gene was categorized as core if ≥ 50% of the nucleotide se-
quence of that gene was contained within the core coord-
inate set or as accessory if > 50% of the gene sequence was
contained within the accessory coordinate set. For the
core genome description, sequence and gene definitions
from the annotated PA14 genome were used primarily, i.e.
genomic sequence regions in PA14 found to have homolo-
gous regions in at least 10 of the other reference strainsand the annotated genes in those PA14 regions were used
to define most of the core sequence. PAO1 genomic se-
quence was used for core regions found in 10 of the refer-
ence genomes, but not PA14.
The alignments generated by Spine were also used to
estimate nucleotide core genome and pangenome size
based on an adaptation of a method described by Tettelin
et al. [32]. Briefly, all possible combinations of sequential
inclusion of up to twelve reference strains were evaluated
to determine the impact on the amount of conserved se-
quence present in the included genomes (“core genome”)
and the amount of unique sequence among the included
genome sequences (“pangenome”). Locations of core and
accessory genomic regions in the P. aeruginosa pangen-
ome were plotted using the program CGView [99].
Accessory genome prediction
For the purposes of this study, the accessory genome
was defined as those sequences found in some P. aerugi-
nosa strains but not others (i.e. all sequences not part of
the core genome). Accessory genome prediction in bac-
terial genomic sequences was performed using the algo-
rithm AGEnt, which relies on a combination of the
NUCmer function of the MUMmer software package
v3.23 [97,98] and our Perl script nucmer_difference.pl
(Figure 1). Briefly, NUCmer is used to create an alignment
of the query genome against the core genome sequences
generated as described above. The resulting “delta” align-
ment file is used as input for nucmer_difference.pl, which
identifies the genomic coordinates of regions not aligning
to the core genome. The nucmer_difference.pl script then
produces a table of coordinates of non-core regions in the
query genome and the nucleotide sequences of these re-
gions. If provided with a list of gene coordinates, nuc-
mer_difference.pl will also output the genes within these
regions that are part of the accessory genome. AGEnt is
implemented in Perl and is available as both a web-based
application and for download [48]. Output parameters are
customizable, but for these analyses, an individual gene
was considered to belong to the accessory genome if ≥
50% of its sequence was contained within the coordinates
of an accessory region.
Genomic islands in the genomic sequences were pre-
dicted using the IslandViewer web service [42]. The “pan-
genomic sequence analysis” function of PanSeq [36,37]
was run on the twelve reference genomes using default
parameters except that “coreGenomeThreshold” was set
at 11. To allow the results of the Panseq analysis to be dir-
ectly compared to AGEnt results, the “pan_genome.txt”
output file was used to determine coordinates of all
reference sequences present in less than eleven of the
twelve input strains. P. aeruginosa regions of genomic
plasticity (RGPs) were identified in the reference strains
based on nucleotide BLAST homologies to flanking coding
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et al. [51]. Only RGPs containing at least one and no more
than two hundred coding sequences in a particular strain
were included in the analysis. For IslandViewer, accessory
regions were predicted in unfinished, draft genomes by first
concatenating scaffolds, separating each scaffold with a
string of 20 ambiguous bases. Accessory regions of draft
genomes were predicted in Panseq by first producing a
core genome sequence consisting of regions present in
at least eleven of twelve reference genomes from the
“pan_genome.txt” output file, as above. This core genome
sequence was then uploaded as “reference” and the draft
genome sequence as “query” in the “Novel Region Finder”
module on the Panseq site. For RGP analysis of draft
genomes, only RGPs with anchors on the same scaffold
were included as accessory genome.
To compare the performance of the AGEnt algorithm
to conventional definitions of core and accessory genomes
that rely on the presence or absence of discrete genes (as
opposed to sequences), classification of individual coding
sequences as being present or absent in each genome was
determined by gene sequence homology as previously
described by Kittichotirat et al. [34]. Briefly, coding se-
quences in each query genome were compared to the
twelve reference genomes by four separate alignments: i)
comparison of the DNA sequence of the query gene to all
gene sequences in the reference genomes; ii) comparison
of the DNA sequence of the query gene to the genomic
DNA sequences of the reference genomes; iii) comparison
of the protein sequence of the query gene to all protein se-
quences in the reference genomes; and iv) comparison of
the query protein sequence of the query gene to all trans-
lated proteins from the genomic DNA sequences of the
reference strains. BLASTn was used to produce align-
ments in steps i and ii. tBLASTn was used to produce
alignments in step iv. The ublast function of usearch
v6.0.307 [100] was used in step iii for improved speed over
BLASTp. To allow sufficient specificity for identifying
genes belonging to the accessory genome, alignment hits
with at least 50% sequence identity and at least 50%
sequence coverage between query and hit sequences in
one or more of the analysis steps were considered
homologous. If a homolog to a particular gene was found
in at least eleven of the twelve reference genomes, it was
considered a “core” gene, whereas genes with potential
homologs in less than eleven of the twelve reference
genomes were classified as “accessory” genes. Statistical
analysis of the means was performed using the Student’s
t-test.
Availability of supporting data
The software developed for this study can be found
for online use (Spine, AGEnt) or download at
http://vfsmspineagent.fsm.northwestern.edu.Additional file
Additional file 1: Table S1. Prediction of accessory elements in
reference P. aeruginosa genomes using AGEnt and comparison to regions
excluded from core genome generation in each reference strain.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
EAO designed and created the software applications, performed sequence
alignments and analyses, assembled NGS sequencing reads and drafted the
manuscript. JPA participated in the design of the study and performed
microbiologic analyses. ARH conceived of the study, and participated in its
design and coordination and helped to draft the manuscript. All authors
read and approved the final manuscript.
Acknowledgements
The authors thank Mark Mandel and Sudhir Penugonda for discussions and
guidance. We would like to thank Lisa DeShong Sadzewicz, Luke Tallon, and
staff at the University of Maryland School of Medicine Institute for Genome
Sciences for NGS sequencing, as well as Sébastien Boisvert at the Université
Laval, Québec, Canada for assistance with genomic assembly software.
These studies were supported by the American Cancer Society
(MRSG-13-220-01 – MPC, E.O.) and the National Institutes of Health
(F32AI089068 and T32AI007476, E.O.; T32AI007476 and F32AI108247-01, J.P.A.;
AI053674, AI075191, AI099269, AI04831 and AI088286, A.R.H.).
Author details
1Department of Medicine, Division of Infectious Diseases, Northwestern
University, 645 North Michigan Avenue, Suite 900, Chicago, IL 60611, USA.
2Department of Microbiology-Immunology, Northwestern University, 303 East
Chicago Avenue, Ward 8-296, Chicago, IL 60611, USA.
Received: 27 January 2014 Accepted: 22 August 2014
Published: 29 August 2014
References
1. Silby MW, Winstanley C, Godfrey SA, Levy SB, Jackson RW: Pseudomonas
genomes: diverse and adaptable. FEMS Microbiol Rev 2011, 35(4):652–680.
2. Jarvis WR: Epidemiology and Control of Pseudomonas aeruginosa
Infections in the Intensive Care Unit. In Severe Infections Caused by
Pseudomonas aeruginosa. Edited by Hauser AR, Rello J. Boston: Kluwer
Academic Publishers; 2003:153–168.
3. Obritsch MD, Fish DN, MacLaren R, Jung R: National surveillance of
antimicrobial resistance in Pseudomonas aeruginosa isolates obtained
from intensive care unit patients from 1993 to 2002. Antimicrob Agents
Chemother 2004, 48(12):4606–4610.
4. Fagon JY, Chastre J, Domart Y, Trouillet JL, Pierre J, Carne C, Gibert C:
Nosocomial pneumonia in patients receiving continuous mechanical
ventilation. Am Rev Respir Dis 1989, 139:877–884.
5. Rakhimova E, Wiehlmann L, Brauer AL, Sethi S, Murphy TF, Tummler B:
Pseudomonas aeruginosa population biology in chronic obstructive
pulmonary disease. J Infect Dis 2009, 200(12):1928–1935.
6. Pier GB, Ramphal R: Pseudomonas aeruginosa. In Principles and Practice of
Infectious Diseases. 7th edition. Edited by Mandell GL, Bennett JE, Dolin R.
Philadelphia, PA: Elsevier, Churchill, Livingstone; 2010:2835–2860.
7. Bodey GP, Bolivar R, Fainstein V, Jadeja L: Infections Caused by
Pseudomonas aeruginosa. Rev Infect Dis 1983, 5:279–313.
8. Dantas G, Sommer MO, Oluwasegun RD, Church GM: Bacteria subsisting
on antibiotics. Science 2008, 320(5872):100–103.
9. Serres MH, Kerr AR, McCormack TJ, Riley M: Evolution by leaps: gene
duplication in bacteria. Biol Direct 2009, 4:46.
10. Stover CK, Pham XQ, Erwin AL, Mizoguchi SD, Warrener P, Hickey MJ,
Brinkman FSL, Hufnagle WO, Kowalk DJ, Lagrou M, Garber RL, Goltry L,
Tolentino E, Westbrock-Wadman S, Yuan Y, Brody LL, Coulter SN, Folger KR,
Kas A, Larbig K, Lim R, Smith K, Spencer D, Wong GK-S, Wu Z, Paulsen IT,
Reizer J, Saler MH, Hancock REW, Lory S, et al: Complete genome sequence
of Pseudomonas aeruginosa PAO1, an opportunistic pathogen. Nature
2000, 406:959–964.
Ozer et al. BMC Genomics 2014, 15:737 Page 15 of 17
http://www.biomedcentral.com/1471-2164/15/73711. Wolfgang MC, Kulasekara BR, Liang X, Boyd D, Wu K, Yang Q, Miyada CG,
Lory S: Conservation of genome content and virulence determinants
among clinical and environmental isolates of Pseudomonas aeruginosa.
Proc Natl Acad Sci U S A 2003, 100(14):8484–8489.
12. Mathee K, Narasimhan G, Valdes C, Qiu X, Matewish JM, Koehrsen M, Rokas
A, Yandava CN, Engels R, Zeng E, Olavarietta R, Doud M, Smith RS,
Montgomery P, White JR, Godfrey PA, Kodira C, Birren B, Galagan JE, Lory S:
Dynamics of Pseudomonas aeruginosa genome evolution. Proc Natl Acad
Sci U S A 2008, 105(8):3100–3105.
13. Dobrindt U, Hochhut B, Hentschel U, Hacker J: Genomic islands in
pathogenic and environmental microorganisms. Nat Rev Microbiol 2004,
2(5):414–424.
14. Hentschel U, Hacker J: Pathogenicity islands: the tip of the iceberg.
Microbes Infect 2001, 3(7):545–548.
15. Juhas M, Van der Meer JR, Gaillard M, Harding RM, Hood DW, Crook DW:
Genomic islands: tools of bacterial horizontal gene transfer and
evolution. FEMS Microbiol Rev 2009, 33(2):376–393.
16. Kung VL, Ozer EA, Hauser AR: The accessory genome of Pseudomonas
aeruginosa. Microbiol Mol Biol Rev 2010, 74(4):621–641.
17. Aguilar-Barajas E, Ramírez-Díaz MI, Riveros-Rosas H, Cervantes C: Heay Metal
Resistance in Pseudomonads. In Pseudomonas, Molecular Microbiology,
Infection and Biodiversity, Volume 6. Edited by Ramos JL, Filloux A. New
York: Springer; 2010:255–282.
18. Campos-García J: Metabolism of Acyclic Terpenes by Pseudomonas. In
Pseudomonas, Molecular Microbiology, Infection and Biodiversity, Volume 6.
Edited by Ramos JL, Filloux A. New York: Springer; 2010:235–254.
19. Ho Sui SJ, Fedynak A, Hsiao WW, Langille MG, Brinkman FS: The association
of virulence factors with genomic islands. PLoS One 2009, 4(12):e8094.
20. Shen K, Sayeed S, Antalis P, Gladitz J, Ahmed A, Dice B, Janto B, Dopico R,
Keefe R, Hayes J, Johnson S, Yu S, Ehrlich N, Jocz J, Kropp L, Wong R,
Wadowsky RM, Slifkin M, Preston RA, Erdos G, Post JC, Ehrlich GD, Hu FZ:
Extensive genomic plasticity in Pseudomonas aeruginosa revealed by
identification and distribution studies of novel genes among clinical
isolates. Infect Immun 2006, 74(9):5272–5283.
21. He J, Baldini RL, Deziel E, Saucier M, Zhang Q, Liberati NT, Lee D, Urbach J,
Goodman HM, Rahme LG: The broad host range pathogen Pseudomonas
aeruginosa strain PA14 carries two pathogenicity islands harboring plant
and animal virulence genes. Proc Natl Acad Sci U S A 2004,
101(8):2530–2535.
22. Finck-Barbançon V, Goranson J, Zhu L, Sawa T, Wiener-Kronish JP, Fleiszig
SMJ, Wu C, Mende-Mueller L, Frank D: ExoU expression by Pseudomonas
aeruginosa correlates with acute cytotoxicity and epithelial injury. Mol
Microbiol 1997, 25:547–557.
23. Hauser AR, Cobb E, Bodí M, Mariscal D, Vallés J, Engel JN, Rello J: Type III
protein secretion is associated with poor clinical outcomes in patients
with ventilator-associated pneumonia caused by Pseudomonas
aeruginosa. Crit Care Med 2002, 30:521–528.
24. Roy-Burman A, Savel RH, Racine S, Swanson BL, Revadigar NS, Fujimoto J,
Sawa T, Frank DW, Wiener-Kronish JP: Type III protein secretion is
associated with death in lower respiratory and systemic Pseudomonas
aeruginosa infections. J Infect Dis 2001, 183:1767–1774.
25. Schulert GS, Feltman H, Rabin SDP, Martin CG, Battle SE, Rello J, Hauser AR:
Secretion of the toxin ExoU is a marker for highly virulent Pseudomonas
aeruginosa isolates obtained from patients with hospital-acquired
pneumonia. J Infect Dis 2003, 188(11):12p.
26. El-Solh AA, Hattemer A, Hauser AR, Alhajhusain A, Vora H: Clinical
outcomes of type III Pseudomonas aeruginosa bacteremia. Crit Care Med
2012, 40(4):1157–1163.
27. Mesaros N, Nordmann P, Plesiat P, Roussel-Delvallez M, Van Eldere J,
Glupczynski Y, Van Laethem Y, Jacobs F, Lebecque P, Malfroot A, Tulkens
PM, Van Bambeke F: Pseudomonas aeruginosa: resistance and therapeutic
options at the turn of the new millennium. Clin Microbiol Infect 2007,
13(6):19p.
28. Riccio ML, Pallecchi L, Docquier JD, Cresti S, Catania MR, Pagani L, Lagatolla
C, Cornaglia G, Fontana R, Rossolini GM: Clonal relatedness and conserved
integron structures in epidemiologically unrelated Pseudomonas
aeruginosa strains producing the VIM-1 metallo-{beta}-lactamase from
different Italian hospitals. Antimicrob Agents Chemother 2005,
49(1):104–110.
29. Siarkou VI, Vitti D, Protonotariou E, Ikonomidis A, Sofianou D: Molecular
epidemiology of outbreak-related pseudomonas aeruginosa strainscarrying the novel variant blaVIM-17 metallo-beta-lactamase gene.
Antimicrob Agents Chemother 2009, 53(4):1325–1330.
30. Tsakris A, Poulou A, Kristo I, Pittaras T, Spanakis N, Pournaras S, Markou F:
Large dissemination of VIM-2-metallo-{beta}-lactamase-producing
pseudomonas aeruginosa strains causing health care-associated
community-onset infections. J Clin Microbiol 2009, 47(11):3524–3529.
31. Tseng SP, Tsai JC, Teng LJ, Hsueh PR: Dissemination of transposon Tn6001
in carbapenem-non-susceptible and extensively drug-resistant
Pseudomonas aeruginosa in Taiwan. J Antimicrob Chemother 2009,
64(6):1170–1174.
32. Tettelin H, Masignani V, Cieslewicz MJ, Donati C, Medini D, Ward NL,
Angiuoli SV, Crabtree J, Jones AL, Durkin AS, Deboy RT, Davidsen TM, Mora
M, Scarselli M, Margarit y Ros I, Peterson JD, Hauser CR, Sundaram JP,
Nelson WC, Madupu R, Brinkac LM, Dodson RJ, Rosovitz MJ, Sullivan SA,
Daugherty SC, Haft DH, Selengut J, Gwinn ML, Zhou L, Zafar N, et al:
Genome analysis of multiple pathogenic isolates of Streptococcus
agalactiae: implications for the microbial “pan-genome”. Proc Natl Acad
Sci U S A 2005, 102(39):13950–13955.
33. Chun J, Grim CJ, Hasan NA, Lee JH, Choi SY, Haley BJ, Taviani E, Jeon YS,
Kim DW, Lee JH, Brettin TS, Bruce DC, Challacombe JF, Detter JC, Han CS,
Munk AC, Chertkov O, Meincke L, Saunders E, Walters RA, Huq A, Nair GB,
Colwell RR: Comparative genomics reveals mechanism for short-term
and long-term clonal transitions in pandemic Vibrio cholerae. Proc Natl
Acad Sci U S A 2009, 106(36):15442–15447.
34. Kittichotirat W, Bumgarner RE, Asikainen S, Chen C: Identification of the
pangenome and its components in 14 distinct Aggregatibacter
actinomycetemcomitans strains by comparative genomic analysis.
PLoS One 2011, 6(7):e22420.
35. Langille MG, Hsiao WW, Brinkman FS: Evaluation of genomic island
predictors using a comparative genomics approach. BMC Bioinformatics
2008, 9:329.
36. Laing C, Buchanan C, Taboada EN, Zhang Y, Kropinski A, Villegas A, Thomas
JE, Gannon VP: Pan-genome sequence analysis using Panseq: an online
tool for the rapid analysis of core and accessory genomic regions. BMC
Bioinformatics 2010, 11:461.
37. Laing C, Villegas A, Taboada EN, Kropinski A, Thomas JE, Gannon VP:
Identification of Salmonella enterica species- and subgroup-specific
genomic regions using Panseq 2.0. Infect Genet Evol 2011, 11(8):2151–2161.
38. Waack S, Keller O, Asper R, Brodag T, Damm C, Fricke WF, Surovcik K,
Meinicke P, Merkl R: Score-based prediction of genomic islands in
prokaryotic genomes using hidden Markov models. BMC Bioinformatics
2006, 7:142.
39. Hsiao W, Wan I, Jones SJ, Brinkman FS: IslandPath: aiding detection of
genomic islands in prokaryotes. Bioinformatics 2003, 19(3):418–420.
40. Vernikos GS, Parkhill J: Interpolated variable order motifs for identification
of horizontally acquired DNA: revisiting the Salmonella pathogenicity
islands. Bioinformatics 2006, 22(18):2196–2203.
41. Lawrence JG, Ochman H: Amelioration of bacterial genomes: rates of
change and exchange. J Mol Evol 1997, 44:383–397.
42. Langille MG, Brinkman FS: IslandViewer: an integrated interface for
computational identification and visualization of genomic islands.
Bioinformatics 2009, 25(5):664–665.
43. Wu DQ, Ye J, Ou HY, Wei X, Huang X, He YW, Xu Y: Genomic analysis
and temperature-dependent transcriptome profiles of the
rhizosphere originating strain Pseudomonas aeruginosa M18.
BMC Genomics 2011, 12:438.
44. Roy PH, Tetu SG, Larouche A, Elbourne L, Tremblay S, Ren Q, Dodson R,
Harkins D, Shay R, Watkins K, Mahamoud Y, Paulsen IT: Complete genome
sequence of the multiresistant taxonomic outlier Pseudomonas
aeruginosa PA7. PLoS One 2010, 5(1):e8842.
45. Kiil K, Binnewies TT, Willenbrock H, Hansen SK, Yang L, Jelsbak L, Ussery DW,
Friis C: Comparative Genomics of Pseudomonas. In Pseudomonas: Model
Organism, Pathogen, Cell Factory, Volume 1. Edited by Rehm BHA.
Weinheim, Germany: Wiley-VCH Verlag GmbH & Co. KGaA; 2008:1–24.
46. Tatusov RL, Koonin EV, Lipman DJ: A genomic perspective on protein
families. Science 1997, 278(5338):631–637.
47. Tatusov RL, Natale DA, Garkavtsev IV, Tatusova TA, Shankavaram UT, Rao BS,
Kiryutin B, Galperin MY, Fedorova ND, Koonin EV: The COG database: new
developments in phylogenetic classification of proteins from complete
genomes. Nucleic Acids Res 2001, 29(1):22–28.
48. Spine/AGEnt. [http://vfsmspineagent.fsm.northwestern.edu]
Ozer et al. BMC Genomics 2014, 15:737 Page 16 of 17
http://www.biomedcentral.com/1471-2164/15/73749. Winstanley C, Langille MG, Fothergill JL, Kukavica-Ibrulj I, Paradis-Bleau C,
Sanschagrin F, Thomson NR, Winsor GL, Quail MA, Lennard N, Bignell A,
Clarke L, Seeger K, Saunders D, Harris D, Parkhill J, Hancock RE, Brinkman FS,
Levesque RC: Newly introduced genomic prophage islands are critical
determinants of in vivo competitiveness in the liverpool epidemic strain
of pseudomonas aeruginosa. Genome Res 2009, 19(1):12–23.
50. Battle SE, Rello J, Hauser AR: Genomic islands of Pseudomonas aeruginosa.
FEMS Microbiol Lett 2009, 290(1):70–78.
51. Klockgether J, Cramer N, Wiehlmann L, Davenport CF, Tummler B:
Pseudomonas aeruginosa genomic structure and diversity. Front
Microbiol 2011, 2:150.
52. Feltman H, Schulert G, Khan S, Jain M, Peterson L, Hauser AR: Prevalence of
type III secretion genes in clinical and environmental isolates of
Pseudomonas aeruginosa. Microbiology 2001, 147:2659–2669.
53. Shaver CM, Hauser AR: Relative contributions of Pseudomonas aeruginosa
ExoU, ExoS, and ExoT to virulence in the lung. Infect Immun 2004,
72:6969–6977.
54. Shaver CM, Hauser AR: Interactions between effector proteins of the
Pseudomonas aeruginosa type III secretion system do not significantly
affect several measures of disease severity in mammals. Microbiology
2006, 152:143–152.
55. Matz C, Moreno AM, Alhede M, Manefield M, Hauser AR, Givskov M,
Kjelleberg S: Pseudomonas aeruginosa uses type III secretion system to
kill biofilm-associated amoebae. ISME J 2008, 2(8):843–852.
56. Howell HA, Logan LK, Hauser AR: Type III secretion of ExoU is critical
during early Pseudomonas aeruginosa pneumonia. mBio 2013,
4(2):e00032–e00013.
57. Liu PV: The roles of various fractions of Pseudomonas aeruginosa in its
pathogenesis: II: effects of lecithinase and protease. J Infect Dis 1966,
116:112–116.
58. Nicas T, Iglewski BH: The contribution of exoproducts to virulence of
Pseudomonas aeruginosa. Can J Microbiol 1985, 31:387–392.
59. Pukatzki S, Kessin RH, Mekalanos JJ: The human pathogen Pseudomonas
aeruginosa utilizes conserved virulence pathways to infect the social
amoeba Dictyostelium discoideum. Proc Natl Acad Sci U S A 2002,
99:3159–3164.
60. Sato H, Hunt ML, Weiner JJ, Hansen AT, Frank DW: Modified needle-tip
PcrV proteins reveal distinct phenotypes relevant to the control of type
III secretion and intoxication by Pseudomonas aeruginosa. PLoS One
2011, 6(3):e18356.
61. Boisvert S, Laviolette F, Corbeil J: Ray: simultaneous assembly of reads
from a mix of high-throughput sequencing technologies. J Comput Biol
2010, 17(11):1519–1533.
62. Aziz RK, Bartels D, Best AA, DeJongh M, Disz T, Edwards RA, Formsma K,
Gerdes S, Glass EM, Kubal M, Meyer F, Olsen GJ, Olson R, Osterman AL,
Overbeek RA, McNeil LK, Paarmann D, Paczian T, Parrello B, Pusch GD, Reich
C, Stevens R, Vassieva O, Vonstein V, Wilke A, Zagnitko O: The RAST server:
rapid annotations using subsystems technology. BMC Genomics 2008,
9:75.
63. Tummler B: Clonal Variations in Pseudomonas aeruginosa. In Pseudomonas,
Molecular Biology of Emerging Issues, Volume 4. Edited by Ramos J-L,
Levesque RC. New York City, USA: Springer; 2006:35–68.
64. Spencer DH, Kas A, Smith EE, Raymond CK, Sims EH, Hastings M, Burns JL,
Kaul R, Olson MV: Whole-genome sequence variation among multiple
isolates of Pseudomonas aeruginosa. J Bacteriol 2003, 185(4):1316–1325.
65. Lukjancenko O, Wassenaar TM, Ussery DW: Comparison of 61 sequenced
Escherichia coli genomes. Microb Ecol 2010, 60(4):708–720.
66. Di Nocera PP, Rocco F, Giannouli M, Triassi M, Zarrilli R: Genome
organization of epidemic Acinetobacter baumannii strains. BMC Microbiol
2011, 11:224.
67. den Bakker HC, Desjardins CA, Griggs AD, Peters JE, Zeng Q, Young SK,
Kodira CD, Yandava C, Hepburn TA, Haas BJ, Birren BW, Wiedmann M:
Evolutionary dynamics of the accessory genome of Listeria
monocytogenes. PLoS One 2013, 8(6):e67511.
68. Lindsay JA, Holden MT: Understanding the rise of the superbug:
investigation of the evolution and genomic variation of Staphylococcus
aureus. Funct Integr Genomics 2006, 6(3):186–201.
69. Medini D, Donati C, Tettelin H, Masignani V, Rappuoli R: The microbial pan-
genome. Curr Opin Genet Dev 2005, 15(6):589–594.
70. Broekhuijsen M, Larsson P, Johansson A, Bystrom M, Eriksson U, Larsson E,
Prior RG, Sjostedt A, Titball RW, Forsman M: Genome-wide DNA microarrayanalysis of Francisella tularensis strains demonstrates extensive genetic
conservation within the species but identifies regions that are unique to
the highly virulent F. tularensis subsp. tularensis. J Clin Microbiol 2003,
41(7):2924–2931.
71. Bentley S: Sequencing the species pan-genome. Nat Rev Microbiol 2009,
7(4):258–259.
72. Ferrara S, Brugnoli M, De Bonis A, Righetti F, Delvillani F, Deho G, Horner D,
Briani F, Bertoni G: Comparative profiling of Pseudomonas aeruginosa
strains reveals differential expression of novel unique and conserved
small RNAs. PLoS One 2012, 7(5):e36553.
73. Chain PS, Grafham DV, Fulton RS, Fitzgerald MG, Hostetler J, Muzny D, Ali J,
Birren B, Bruce DC, Buhay C, Cole JR, Ding Y, Dugan S, Field D, Garrity GM,
Gibbs R, Graves T, Han CS, Harrison SH, Highlander S, Hugenholtz P, Khouri
HM, Kodira CD, Kolker E, Kyrpides NC, Lang D, Lapidus A, Malfatti SA,
Markowitz V, Metha T, et al: Genomics: genome project standards in a
new era of sequencing. Science 2009, 326(5950):236–237.
74. Kingsford C, Schatz MC, Pop M: Assembly complexity of prokaryotic
genomes using short reads. BMC Bioinformatics 2010, 11:21.
75. Lee DG, Urbach JM, Wu G, Liberati NT, Feinbaum RL, Miyata S, Diggins LT,
He J, Saucier M, Deziel E, Friedman L, Li L, Grills G, Montgomery K,
Kucherlapati R, Rahme LG, Ausubel FM: Genomic analysis reveals that
Pseudomonas aeruginosa virulence is combinatorial. Genome Biol 2006,
7(10):R90.
76. Morales-Espinosa R, Soberon-Chavez G, Delgado-Sapien G, Sandner-Miranda
L, Mendez JL, Gonzalez-Valencia G, Cravioto A: Genetic and phenotypic
characterization of a Pseudomonas aeruginosa population with high
frequency of genomic islands. PLoS One 2012, 7(5):e37459.
77. Ou HY, He X, Harrison EM, Kulasekara BR, Thani AB, Kadioglu A, Lory S,
Hinton JC, Barer MR, Deng Z, Rajakumar K: MobilomeFINDER: web-based
tools for in silico and experimental discovery of bacterial genomic
islands. Nucleic Acids Res 2007, 35(Web Server issue):W97–W104.
78. Chiapello H, Bourgait I, Sourivong F, Heuclin G, Gendrault-Jacquemard A,
Petit MA, El Karoui M: Systematic determination of the mosaic structure
of bacterial genomes: species backbone versus strain-specific loops.
BMC Bioinformatics 2005, 6:171.
79. Chiapello H, Gendrault A, Caron C, Blum J, Petit MA, El Karoui M: MOSAIC:
an online database dedicated to the comparative genomics of bacterial
strains at the intra-species level. BMC Bioinformatics 2008, 9:498.
80. Shao Y, He X, Harrison EM, Tai C, Ou HY, Rajakumar K, Deng Z:
mGenomeSubtractor: a web-based tool for parallel in silico subtractive
hybridization analysis of multiple bacterial genomes. Nucleic Acids Res
2010, 38(Web Server issue):W194–W200.
81. Soares SC, Abreu VA, Ramos RT, Cerdeira L, Silva A, Baumbach J, Trost E,
Tauch A, Hirata R Jr, Mattos-Guaraldi AL, Miyoshi A, Azevedo V: PIPS:
pathogenicity island prediction software. PLoS One 2012, 7(2):e30848.
82. Staley JT: The bacterial species dilemma and the genomic-phylogenetic
species concept. Philos Trans R Soc Lond B Biol Sci 2006,
361(1475):1899–1909.
83. Imperi F, Antunes LC, Blom J, Villa L, Iacono M, Visca P, Carattoli A: The
genomics of Acinetobacter baumannii: insights into genome plasticity,
antimicrobial resistance and pathogenicity. IUBMB Life 2011,
63(12):1068–1074.
84. Goebel BM, Stackebrandt E: Cultural and phylogenetic analysis of mixed
microbial populations found in natural and commercial bioleaching
environments. Appl Environ Microbiol 1994, 60(5):1614–1621.
85. Goris J, Konstantinidis KT, Klappenbach JA, Coenye T, Vandamme P, Tiedje
JM: DNA-DNA hybridization values and their relationship to whole-
genome sequence similarities. Int J Syst Evol Microbiol 2007, 57(Pt 1):81–91.
86. Richter M, Rossello-Mora R: Shifting the genomic gold standard for
the prokaryotic species definition. Proc Natl Acad Sci U S A 2009,
106(45):19126–19131.
87. Riley MA, Lizotte-Waniewski M: Population genomics and the bacterial
species concept. Methods Mol Biol 2009, 532:367–377.
88. Chan JZ, Halachev MR, Loman NJ, Constantinidou C, Pallen MJ: Defining
bacterial species in the genomic era: insights from the genus
Acinetobacter. BMC Microbiol 2012, 12:302.
89. Ozen AI, Ussery DW: Defining the Pseudomonas genus: where do we
draw the line with Azotobacter? Microb Ecol 2012, 63(2):239–248.
90. Dettman JR, Rodrigue N, Aaron SD, Kassen R: Evolutionary genomics of
epidemic and nonepidemic strains of Pseudomonas aeruginosa.
Proc Natl Acad Sci U S A 2013, 110(52):21065–21070.
Ozer et al. BMC Genomics 2014, 15:737 Page 17 of 17
http://www.biomedcentral.com/1471-2164/15/73791. Bezuidt OK, Klockgether J, Elsen S, Attree I, Davenport CF, Tummler B:
Intraclonal genome diversity of Pseudomonas aeruginosa clones CHA
and TB. BMC Genomics 2013, 14:416.
92. Altschul SF, Madden TL, Schaffer AA, Zhang J, Zhang Z, Miller W, Lipman DJ:
Gapped BLAST and PSI-BLAST: a new generation of protein database
search programs. Nucleic Acids Res 1997, 25(17):3389–3402.
93. Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K,
Madden TL: BLAST+: architecture and applications. BMC Bioinformatics
2009, 10:421.
94. Zhou Y, Liang Y, Lynch KH, Dennis JJ, Wishart DS: PHAST: a fast phage
search tool. Nucleic Acids Res 2011, 39(Web Server issue):W347–W352.
95. Bi D, Xu Z, Harrison EM, Tai C, Wei Y, He X, Jia S, Deng Z, Rajakumar K,
Ou HY: ICEberg: a web-based resource for integrative and conjugative
elements found in Bacteria. Nucleic Acids Res 2012,
40(Database issue):D621–D626.
96. Winsor GL, Lam DK, Fleming L, Lo R, Whiteside MD, Yu NY, Hancock RE,
Brinkman FS: Pseudomonas genome database: improved comparative
analysis and population genomics capability for Pseudomonas genomes.
Nucleic Acids Res 2011, 39(Database issue):D596–D600.
97. Delcher AL, Phillippy A, Carlton J, Salzberg SL: Fast algorithms for
large-scale genome alignment and comparison. Nucleic Acids Res 2002,
30(11):2478–2483.
98. Kurtz S, Phillippy A, Delcher AL, Smoot M, Shumway M, Antonescu C,
Salzberg SL: Versatile and open software for comparing large genomes.
Genome Biol 2004, 5(2):R12.
99. Stothard P, Wishart DS: Circular genome visualization and exploration
using CGView. Bioinformatics 2005, 21(4):537–539.
100. Edgar RC: Search and clustering orders of magnitude faster than BLAST.
Bioinformatics 2010, 26(19):2460–2461.
doi:10.1186/1471-2164-15-737
Cite this article as: Ozer et al.: Characterization of the core and
accessory genomes of Pseudomonas aeruginosa using bioinformatic
tools Spine and AGEnt. BMC Genomics 2014 15:737.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
